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replacement was used to infer phylogenetic relationships and the closest normal B cell 84 methylome (cell-of-origin) for every CLL sample. CLL patient cohort was repeatedly divided into 85 two subgroups; 70% and 30% (5000 bootstraps). To minimize the likelihood of selection of the 86 same sample multiple times, that would result in a bias towards few samples in the bootstrap 87 analysis, a random sampling was allowed in the 70%-group, while sample replacement was 88 restricted only to the 30%-group. The x axis represents CLL samples, the y axis denotes log2 89 distances from the assigned cell-of-origin to NBCs (log2 DS). Green points are representing the 90 assign cell-of-origin using with the full CLL sample set (original assignment is represented in 91
Supplementary Figure 1c ). BATF  IKZF1  JUND  EP300  NFATC1  NFATC4  MAFB  EGR1  EGR2  WT1  PTF1A  E2A  HEB  JUN  KLF14  KLF2  KLF4  KLF5  KLF9  IRF8  IRF3  IRF2  IRF1 IGFBP4*  TESC  PYHIN1  SLC35D2  DGKA  GGACT  IPCEF1  ANXA9  INPP1  DGKG  MTG2  DCAF6  GFI1  CD2  SRP14-AS1  CLEC17A  TESPA1  TRAF1  PPP1R3E  IFI16  MTMR9LP  TMEM154  TNFSF13B  HENMT1  DGUOK-AS1  TMEM206  ECI1  PABPN1L  DNPH1  IL10RA  XXYLT1- TESC  PYHIN1  SLC35D2  ADHFE1  DGKA  IPCEF1  ANXA9  INPP1  DGKG  DCAF6  ZAP70*  GFI1  CD2  KSR2*  TRAF1  PPP1R3E  IFI16  MTMR9LP  TMEM154  TNFSF13B  HENMT1  TMEM206  ECI1  MRPL52  PABPN1L  IL10RA  ROR1  LAG3*  HCAR1  SPN   BTBD3  DDX25 CTLA4 CASS4 SH3D21* LAX1* FMOD LCK LILRB4* SRGAP3 CD5* ZAP70* KSR2* POLR3GL* PANK1  CABLES1  DCLK2  LFNG  CHMP6  WSB2  ANKIB1  SAMD7  TIGIT*  SH3BP5  FGR  SRGN  LAG3*  FCER2  TYROBP  STAP2  NOD2*  RINL  BTBD19  TMEM71  PYCARD  TK2  CLLU1  ATHL1  CELSR1  FAM114A1  ERI1  TOX2  IGFBP4 
